Heatmaps showing top ten highly enriched and pervasive (expressed in at least 25% of the cells in a cluster, FDR < 0.05) cell type markers for each cluster. The legend indicates log transformed CPM values. The clusters formed by Astrocytes were combined to simplify the plots in Figure 1 and re-clustered in detail in Figure 2 . Specifically, in Figure 1 GSEA showing the enrichment or depletion of gene sets from large-scale single cell studies, previous low-throughput VSVZ studies, and of injury-response markers in our datasets. All gene sets were extracted from the supplemental information in the following papers (Campbell et al., 2017; Dulken et al., 2017; Llorens-Bobadilla et al., 2015; Marques et al., 2016; Zamanian et al., 2012 
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